according to UQCRH, CTPS1, FMNL2, CDC20, B3GNT5, MTHFD1L, LRP8 and CDCA8 expression in patients with invasive breast cancer. High expression of these genes is associated with poor prognosis of invasive breast cancer patients. (B) Correlation data for YBX1 versus UQCRH, CTPS1, FMNL2, CDC20, B3GNT5, MTHFD1L, LRP8 and CDCA8 mRNAs expression. The statistical significance of the correlations was determined using X 2 test. The linear regression curve is shown as a black line that indicates significant (P < 0.001) correlations.
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